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AMENDMENTS 



National Center for Biotechnology Information. This algorithm involves f.rst .denting 

t no, whil e*her match or satisfy some positive-valued threshold score w 

nedwithaword of the same length inadatabase sequence. Trsreferre to as the 
nilrhood word score threshoid. These initial neighborhood word hi, act as seeds 

:; : id : bot h ~» ^ *, as * . *. — ^ 

score can be increased. Cumulative scores are calculated us.ng, for nuc,eot,de 
fences, the parameters M (reward score for a pair of matching res,dues^ays 

0, and N (penalty score for mismatching residues; always < 0). For am.no acd 

n J, a slg matrix is used to calcuiate the cumulative score. Extension^ 

woo hits in each direction are halted when: the cumulative alignment score ,a , o 

the quantityXfrom its maximum achieved value; the cumulative score 9°- mercer 
e ow, due to the accumulation of one or more negative-scoring residue , ^ * 

tn e end of either sequence is reached. The BLAST algorithm parameters W T, and 
Imine the sensitivity and speed of the alignment. The BLASTN program £r 
nucleotide sequences) uses as defaults a wordlength (W) of 1 1 , an expec,at,on J) o, 
10acutoffof100,M=5,N=-4,andacomparison of both strand, Foram.no acd 
sequences, the BLASTP program uses as defaults a wordlength (W) of 3, an 
Tpectation (E) of 1 0, and the BLOSUM62 scoring matrix (see Heni.off & Hen.Kof, 
(1989) Proc. Natl. Acad. Sci. US/> 189^10915)^ 



Please replace the paragraph beginning on page 64, line 18, with the following rewritten 
paragraph: 



a 



a 
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Ti^^Sr^Twined by conducting BLAST (Basic Local 

Alignment Search Tool; Altschul, S. F., et al., (1993) J. MoL Biol. 215:403-410) 
searches under default parameters for similarity to sequences contained in the BLAST 
■nr database (comprising all non-redundant GenBank CDS translations, sequences 
derived from the 3-dimensional structure Brookhaven Protein Data Bank, the last ma,or 
release of the SWISS-PROT protein sequence database, EMBL, and DDBJ 
databases). The cDNA sequences are analyzed for similarity to all publicly available 
DNA sequences contained in the "nr" database using the BLASTN algorithm. The DNA 
sequences are translated in all reading frames and compared for similarity to all publ.cly 
available protein sequences contained in the "nr" database using the BLASTX algorithm 
(Gish W and States, D. J. Nature Genetics 3:266-272 (1993)) provided by the NCBl. 
in some cases, the sequencing data from two or more clones containing overlapping 
segments of DNA are used to construct contiguous DNA sequences.- 



/Please replace the paragraph beginning on page 20, line 28 as follows^ 

- Plasmids containing the nucleotide sequences of the invention were deposrted 
with the Patent Depository of the American Type Culture Collection (ATCC), 
Manassas, Virginia, on October 1 , 2001 and assigned Patent Deposit No. PTA -3737. 
The deposit will be maintained under the terms of the Budapest Treaty on the 
international Recognition of the Deposit of Microorganisms for the Purposes of Patent 
Procedure. The deposit was made merely as a convenience for those of skill in the art 
and are not an admission that a deposit is required under 35 U.S.C. §112. - 



0^ 



C Please replace the paragraph beginning on page 21 , line 20 as follows:! 

- (g) polynucleotides comprising the sequences obtained from the clones 
deposited in a bacterial host with the American Type Culture Collection (ATCC) on 
October 1 , 2001 , and assigned Accession Number PTA-3737; and - 
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